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(SEQIDNO:21) 

Met Arg Leu Lys Val Met Met Asp Val Asn Lys Lys Thr Lys lie Arg His Arg 
1 ATG AGACTC AAGGTCATGATGGCGTGAACAAAAAAACGAAAATT OGCCACCGA 

Asn Glu Leu Asn His Thr Leu Ala Gin Leu Pro Leu Pro Ala Lys Arg Val Met 
55 AACGAGCTA AAT CAC ACC CTG GCT CM CTT (XT TTG CX3C OCA AAG CX3A GTG ATG 



Tyr Met Ala Leu Ala 
10 109 TAT ATGOGCCTTCGT 



Leu 
CTC 



lie Asp Ser Lys Glu Pro Leu Glu Arg Gly Arg Val 
Arc GAT AGCAAAGAACCTCTT GAACGAQQG0GA 6^T 



Phe Lys He Arg Ala Glu Asp Leu Ala Ala Leu Ala Lys He Thr Pro Ser Leu 
163.TTC AAA ATT AGGGCTGMGACCTTGCAGOGCnCGCrAAAArCACCCCATCGCTT 

15 Ala Tyr Arg Gin Leu Lys Glu Gly Gly Lys Leu Lue Gly Ala Ser Lys He Ser 
217 GCTTAT OGACAATTA AAA GAG GGT QGT AAA TTA CIT GGT QOC AGC AAA ATT TCG 



Leu Arg Gly Asp Asp He lie Ala Leu Ala Lys Glu Leu Asn Leu 
271 CTA AGAQQGGATGATATC ATT GCTTTA GCT AAA GAG CIT AAC CTG 



20 



Leu 
CTC 



Phe Thr 
TTT ACT 



Ala Lys Asn Ser Pro Glu Glu Leu Asp Leu Asn He He Glu Trp He Ala Tyr 
325GCTAAAAACTXCCTGAAGAGTTA GATCTT AACATT ATT GAG TOG ATA GCTTAT 



25 



Ser Asn Asp Glu Gly Tyr Leu Ser Leu Lys Phe Thr Arg Thr He Glu Pro Tyr 
379TCAAAT GAT GAA GGA TAG TTG TCT TTA AAA TTC ACX: AGA A(DC ATA GAACCATAT 



30 



He Ser Ser Leu He Gly Lys Lys Asn Lys Phe Thr Thr Gin Leu Leu Thr Ala 
433 ATC TCT AGC CTT ATT GQ6AAAAAAAAT AAA TTC ACA AOG CAA HG TTA ACGQCA 

Ser Leu Arg Leu Ser Ser Gin Tyr Ser Ser Ser Leu Tyr Gin Leu He Arg Lys 
487 AGC TTA OQCTTA AGTAGC CAGTAT TCA TCT TCT CTT TAT CAA CTT ATC AGG AAG 



oc His Tyr Ser Asn Phe Lys Lys Lys Asn Tyr Phe He He Ser Val Asp Glu Leu 
541 CAT TAC TCT AAT TTT AAG AAG AAA AAT TAT TTT ATT ATT TOC GTT GAT GAG TTA 
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Lys Glu Glu Leu lie Als Yyr Thr Phe Asp Lys Asp Gly Asn He Glu Tyr Lys 
595 AAG GAAGAGTTA ATA GCTTAT ACT TTT GAT AAA GAT GGAAAT ATT GAG TAG AAA 

5 Tyr Pro Asp Phe Pro He Phe Lys Arg Asp Val Leu Asn Lys Ala lie Ala Glu 
649 TAG OCT GAC TTT CCT ATT TTT AAA AGG GAT GTO TTA AAT AAA GOCATT GCTGAA 

lie Lys Lys Lys Thr Glu He Ser Phe Val Gly Phe Thr Val His Glu Lys Glu 
7(B ATT AAA AAG AAA ACA GAA ATA TCG TH err QGC TTC ACT GTT CAT GAA AAA GAA 

10 



Gly Arg Lys lie Ser Lys Leu Lys Phe Glu Phe Val Val Asp Glu Asp Glu Phe 
15 757GGAAGAAAA ATT AGT AAG CTG AAG TTC GAATTT GTC GTT GAT GAA GAT GAA TTT 

Ser Gly Asp Lys Asp Asp Glu Ala Phe Phe Met Asn Leu Ser Glu Ala Asp Ala 
811 TCT GGCGATAAAGATGAT GAAGCTTTT TTT ATG AAT TTA TCT GAA GCT GAT GCA 

20 Ala Phe Leu Lys Val Phe Asp Glu Thr Val Pro Pro Lys Lys Ala Lys Gly *** 
865 GCT TTT CTC AAG GTA TTT GAT GAA ACC GTA OCT; COG AAA AAA GCT AAG QQG TGA 
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